that Asn173, despite being at the N-terminus, is not as flexible as the residues near the C-terminus and exhibits similar relaxation properties to those residues buried in the lipid bilayer core. For this reason, in consideration of the fact that this signal is well resolved in the 1D spectrum, it was chosen for the TRACT analysis.
S6 Figure S3 . The NMR structure of the human Fas TMD trimer showing the three-fold axis of rotational symmetry. The symmetry axis is parallel to the bilayer normal (not shown). The structure was taken from the Protein Data Bank (PDB) (entry 2NA7). Figure S4 . Systematic adjustment of the TMD position for achieving best fit of the PRE data to Eq. 2.
S7
At the top of each graph, the offset from the true membrane center (obtained from the best fit) is reported.
The fittings to Eq. 2 (left column) include PRE amp vs. r Z data points from both halves of the lipid bilayer.
The residuals from the fitted model are reported on the right. The fitting in the last row shows the best fit, which yields the position of the Fas TMD relative to the lipid bilayer center. 
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